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Abstract: Obtaining fine structures of neurons is necessary for understanding brain function.
Simple and effective methods for large-scale 3D imaging at optical resolution are still lacking.
Here, we proposed a deep-learning-based fluorescence micro-optical sectioning tomography
(DL-fMOST) method for high-throughput, high-resolution whole-brain imaging. We utilized a
wide-field microscope for imaging, a U-net convolutional neural network for real-time optical
sectioning, and histological sectioning for exceeding the imaging depth limit. A 3D dataset of a
mouse brain with a voxel size of 0.32 × 0.32 × 2 µm was acquired in 1.5 days. We demonstrated
the robustness of DL-fMOST for mouse brains with labeling of different types of neurons.

© 2020 Optical Society of America under the terms of the OSA Open Access Publishing Agreement

1. Introduction

Decades of studies have shown that neural connectivity holds the key to brain function [1,2].
Deciphering neural circuits across the entire brain is central to better understanding of the
brain mechanism. With the advancement of fluorescent labeling techniques, we can focus on
specific neural circuits [3,4]. However, neurons have multi-scale characteristics. The axon from
the cell body is about 1 µm in diameter, but its length can extend to a few millimeters [5,6].
Three-dimensional imaging with sub-micron resolution at such a large span is impossible for
conventional optical microscopy. To address this challenge, several whole-brain optical imaging
methods have been developed.

Optical clearing methods allow light to penetrate deep into the tissue with less absorption and
scattering, thereby extending the imaging depth [7]. Combined with light-sheet microscopy, a
full-volume mouse brain dataset can be obtained within hours [8–11]. However, the resolutions
in these cases are limited due to the use of low-magnification objective lenses with long working
distance. Since the brain cannot be completely transparent, a scattering problem exists when
imaging deep into the brain, making it impossible to achieve uniform resolution throughout the
whole volume.

Another way to overcome the depth limitation of optical imaging is to combine optical
microscopy with automatic histological sectioning [12]. The data acquisition of Golgi-stained
mouse brain at optical resolution has been demonstrated using micro-optical sectioning to-
mography (MOST) technologies employing imaging and sectioning simultaneously [13]. A
fluorescence MOST (fMOST) system that substituted confocal fluorescence imaging for reflection
imaging showed long-range projections of single axons in the Thy1 transgenic (Thy1-eYFP-H
and Thy1-GFP-M) mouse brains [14]. Direct imaging of the cut tissues on the knife edge requires
very strict cutting quality. The surface roughness of cutting directly affects the quality of data and
any defect can lead to knife breakage and data loss. To avoid this problem, block-face imaging
before tissue sectioning has been adopted to separate the imaging and sectioning parts, and
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different optical-sectioning mechanisms have been introduced in the imaging part to eliminate
strong background fluorescence from deep tissue. Ragan et al. adopted two-photon imaging
to avoid imaging on the top surface and applied a vibratome for interval sectioning to develop
serial two-photon tomography (STP) and acquire a whole-brain dataset at 50 µm axial interval
within 1 day [15]. Zheng et al. employed an acoustic-optic deflector for stably and durably
inertialess scanning to achieve whole-brain imaging with axonal resolution in 8–10 days [16].
The Mouselight platform improved the STP system by using a high-speed resonant scanner and
integrating it with tissue clearing to provide another solution for tracing long-range projections
with a data acquisition time of 7 days [17,18]. Gong et al. introduced structured illumination
microscopy (SIM) [19] to improve imaging throughput and achieved a brain-wide acquisition at a
voxel size of 0.32 × 0.32 × 2 µm in 77 h [20]. In this case, a digital micro-mirror device (DMD)
had to refresh more than one million times for imaging of a mouse brain. Recently, block-face
serial microscopy tomography (FAST) employed spinning disk scanning to further shorten the
imaging time of a mouse brain to 2.4 hours with a sacrificed resolution of 0.7 × 0.7 × 5 µm [21].
By harnessing oblique light-sheet imaging, the high-throughput light-sheet tomography platform
(HLTP) was able to image a whole mouse brain in 5 h at a voxel size of 1.30 × 1.30 × 0.92 µm
[22]. However, all these optical-sectioning methods not only improve the data quality, but also
increase the complexity of the system configuration and the difficulty of stable operation. Thus,
it is highly desirable to design a simplified instrument that maintains high performance.
Deep learning technology [23] has been widely used in the field of biomedical imaging,

especially for image reconstruction [24]. A data-driven approach based on deep learning has the
potential to break the constraints of hardware conditions and integrate the advantages of different
optical systems [25]. Here, we propose a deep-learning–based fluorescence MOST (DL-fMOST)
method to reveal 3D distribution of specific labels by the combination of wide-field (WF) imaging,
histological sectioning, and deep learning prediction. To our best knowledge, this is the first time
that a deep learning method is used to support whole-brain imaging. Our group has reported
the demonstration of deep learning for optical sectioning in traditional optical microscopy [26].
However, the network was very simple which was prone to underfitting when applied to a
whole-brain dataset containing millions of images with diverse image features. Additionally, the
inference speed was too low to realize on-line processing. Even for post-processing, it would take
nearly a month to predict the mouse whole-brain dataset. In this study, we employed a wider and
deeper network architecture to better learn complex image features throughout the whole-brain
dataset. We also redesigned the reconstruction process to achieve real-time image reconstruction.
To validate the reliability of this method, we acquired mouse brain datasets of different types
of neurons and projections. The performance of DL-fMOST was quantitatively tested using
both the structural similarity index (SSIM) [27] and root mean squared error (RMSE). We also
performed cell counting and neuronal morphology reconstruction to further quantify the image
quality of DL-fMOST. Our results demonstrated that DL-fMOST could potentially facilitate
neuroscience research, especially in revealing and visualizing the brain-wide distributions and
projection patterns of type-specific neurons.

2. Materials and methods

2.1. DL-fMOST

A brief system diagram is shown in Fig. 1(a). The imaging part was a typical wide-field
fluorescence microscope without complex hardware set up for optical sectioning. This imaging
part took advantages of wide-field imaging for high throughput and effective cost. An excitation
beam from a mercury lamp source (X-Cite exacte, Lumen Dynamics, Canada) was transmitted
through a tube lens (TL1, f = 150 mm) and filtered by an excitation filter (EX, FF02-482, Semrock
Inc., USA). Then, the excitation beam was reflected on a dichroic mirror (DM, FF495-Di03,
Semrock Inc., USA) and focused on a sample surface through an objective lens (XLUMPLFLN
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20XW, Olympus, Japan). A piezoelectric translational stage (PZT, P-725 PIFOC Long-Travel
Objective Scanner, PI GmbH, Germany) moved the objective for axial scanning. The excited
fluorescence was filtered by an emission filter (EM, FF02-520, Semrock Inc., USA) and detected
by a scientific complementary metal oxide semiconductor (sCMOS) camera (ORCA-Flash 4.0,
Hamamatsu Photonics K.K., Japan). The coronal images of the sample were obtained by mosaic
scanning. After imaging, a 3D translation stage (ABL20020-ANT130-AVL125, Aerotech, Inc.,
USA) moved the sample to the microtome (Diatome AG, Switzerland) for removal of the imaged
tissue. The process of imaging and sectioning was repeated until the entire volume was acquired.
To remove the defocus background fluorescence, we used a well-trained convolutional neural
network (CNN) to process the acquired WF image to the corresponding optical-sectioning
images in real time (Fig. 1(b)). All the animal experiments followed procedures approved by the
Institutional Animal Ethics Committee of Huazhong University of Science and Technology.

Fig. 1. Principle of DL-fMOST. (a) System configuration and imaging strategy. TL, tube
lens; EX, excitation filter; DM, dichroic mirror; PZT, piezoelectric translational stage; Obj,
objective; EM, emission filter. (b) Optical sectioning enabled by the trained convolutional
neural network.

2.2. Data preparation

In previous studies [28,29], researchers usually spent a lot of time and effort for accurate
registration. Here, we used the WVT system [20] to acquire raw data to simultaneously
reconstruct co-located WF images and SIM images, without extra data registration. The WVT
system utilized a DMD for fast structured light illumination modulation and acquired three
equal phase-stepped raw images in each FOV. Then the WF image and the corresponding SIM
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optical-sectioned image can be reconstructed as follows [19]:
IWF = 1

3 (I1 + I2 + I3)

ISIM = [(I1 − I2)2 + (I2 − I3)2 + (I3 − I1)2]1/2
(1)

where I1, I2, and I3 denote three raw images with the phases of 0, 2/3π, and 4/3π, respectively. The
SIM reconstruction provided a ground truth for optical sectioning. We imaged a resin-embedded
8-week-old Thy1-GFP M-line [30] mouse brain with a voxel size of 0.32 × 0.32 × 2 µm and
reconstructed its WF and SIM dataset. All procedures related to sample preparation have been
previously described [20]. Neuron morphology, cell density, and signal-to-noise-ratio (SNR) in
different brain regions are quite different. Figure 2 shows five pairs of randomly-selected typical
images with various image features. We randomly extracted three images at 100 µm intervals
and obtained a total of 300 images to build a complete and unbiased training set, using 200 pairs
for training and the others for validation. After random cropping, 9800 image patches were used
for training and 4900 patches for validating. The crop size was 256 × 256 pixels. We found more
training data worked similarly well but increased training time.

Fig. 2. Typical training data for DL-fMOST. The WF images and the corresponding SIM
images are taken from the same dataset at the positions of Bregma 0.86mm (a), −0.22mm
(b), −1.22mm (c), −2.54mm (d), and −3.80mm (e). Scale bar: 100 µm.

Five image sets were prepared for testing, which included a whole-brain dataset from a
Thy1-GFP-M transgenic mouse (test set 1) and four virus-labeled whole-brain datasets with
various axon projections (test set 2-5). For virus injection, the mouse brain was first injected with
adeno-associated virus (AAV) helper mixtures (mixed with rAAV2/9-Ef1α-DIO-BFP-2a-TVA-
WPRE-pA and rAAV2/9-Ef1α-DIO-RG-WPRE-pA as the ratio of 1:2) to provide the receptor
for EnvA-coated rabies virus (RV). After 3 weeks, the RV (RV-∆G-EnVA-EGFP) was injected
at the same site. Specifically, the virus labeling included a Thy1-Cre mouse injected in the
primary somatosensory cortex, barrel field (150 nl AAV and 300 nl RV, test set 2), a vGluT2-Cre
mouse injected in the substantia nigra, compact part (100 nl AAV and 200 nl RV, test set 3), a
Fezf2-2A-CreER mouse injected in the secondary auditory cortex, dorsal area (100 nl AAV and
300 nl RV, test set 4), and a Fezf2-2A-CreER mouse injected in the secondary auditory cortex,
ventral area (100 nl AAV and 300 nl RV, test set 5). All the viruses were produced by BrainVTA
(Wuhan, China). We applied three WVT systems to obtain these raw data and the illumination
power and exposure time were different according to signal intensity. Specifically, the training
set and test set 1 were obtained by system 1, test set 2 and 4 were acquired by system 2 and test
set 3 and 5 were obtained by system 3. All these systems have the same configuration.
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2.3. Network structure and training

The CNN architecture for fast optical sectioning is illustrating in Fig. 3. In our previous work
[26], a relatively simple network was employed to allow network training by only one pair of
images. However, such a small network was not able to represent the complex features in the
whole brain dataset. Additionally, as the output size of the network was 1 × 1, it was necessary to
go through every pixel to reconstruct a single image, which was very time-consuming. Here, we
built a wider and deeper network with structure similar to U-net, which has been widely used in
super-resolution imaging [31,32], label-free prediction [33,34], and image denoising [35,36] for
its efficiency and practicality. The network consists of 16 convolutional layers (zero-padded), and
both the input and output sizes are 256 × 256 pixels. It contains an encoding path and a decoding
path, which are symmetrical to each other. In the encoding path, 8 convolution layers of 4 × 4
kernel and 2×2 stride gradually down-sample the input image patch from 256 × 256 to 1 × 1
pixels. The decoding path uses 8 transposed convolution layers (4 × 4 kernel and 2×2 stride) to
recover the image from 1 × 1 to 256 × 256 pixels. The activation layers in the encoder are leaky
rectified linear units (ReLUs) [37] with slope 0.2, while those in the decoder are ReLUs [38].
There is a skip connection between each layer i and layer n – i, where n indicates the total number
of convolutional layers. The skip connection simply concatenates all features between each
layer i and layer n – i. This operation allows low-level information to pass directly to high-level
layers, which is useful in end-to-end image transformation. In order to make the training process
more stable and have better generalization performance, a BatchNormalization layer [39] and a
Dropout layer [40] are employed in the network.

Fig. 3. Network architecture. The numbers on the top of the block indicate the output
channels of each convolutional layer, and the numbers on the bottom of the block represent
the size of the feature map. The operations are represented by arrows of different colors.

The network training process iteratively optimizes the parameters of the network through a
back-propagation algorithm. In order to measure the distance between the network output and
the ground truth, we used mean absolute error (MAE) as the loss function of the network:

LMAE =
1

KHW

K∑
k=1

H∑
i=1

W∑
j=1
|ψk

θ (i, j) − P(i, j)| (2)

whereΨ θ represents the network reconstructed image, P is the ground truth image, and K, H,
W denote the mini-batch size, image height, and image width, respectively. Compared to mean
squared error, MAE enables better visual effects in the restored image [41].

The network parameters were optimized by the Adam optimizer [42] with learning rate 0.0002.
It was trained for 200 epochs, using data augmentation such as random flipping to enhance its
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robustness, and the learning rate was halved after every 50 epochs. The dropout rate was set
to 0.5 and the mini-batch size was 16. The network was trained and tested on a workstation
(Precision T7920 Tower, Dell Inc., USA) with dual-core 2.1 GHz and 256 GB of RAM using
two Nvidia Titan XP GPUs. It was built using an open-source deep learning package, PyTorch
(Version 1.0.1) [43] on Python 3.6.5. It took approximately 15 h for training.

2.4. Real-time processing

An optimized inference process was proposed to enable real-time optical sectioning reconstruction
by the trained CNN. Specifically, the steps were as follows: (a) Stitch the acquired WF images
into a complete coronal image. (b) Crop the coronal image into sub-images of 256 × 256 pixels
and store the images in a queue. (c) Assign two separate threads to the two GPUs, and let
them predict the images waiting in the queue with the largest batch size, respectively. (d) Stitch
the sub-images predicted by the network into an entire coronal image. After optimization, the
inference time of the largest coronal plane in the hippocampus (about 32684 × 20380 pixels) was
14.6 s. Sectioning time for a coronal plane was about 24 s. This means that our processing speed
allows reconstruction of the optical-sectioning image for each acquired image in real time during
the time window of tissue sectioning. A typical whole-brain dataset acquired by the WVT system
contained 560,000 mosaic images; real-time processing effectively speeded up the process for
whole-brain data reconstruction and analysis.

2.5. Performance criteria

The performance of our network was evaluated by the following three criteria. RMSE is the
simplest and most widely used quality metric [44]. A lower RMSE value indicates the image
with less distortion. It is defined as

RMSE =


1
HW

H∑
i=1

W∑
j=1
(M(i, j) − N(i, j))

2
1/2

(3)

whereM denotes the network output, N denotes the corresponding ground truth, and H andW
are the height and width of the image, respectively. The pixel values were normalized to 0 to 1
before calculation.
SSIM is another widely accepted quality assessment that combines luminance comparison,

contrast comparison, and structure comparison to give the final similarity measure [27]. The
output value of SSIM is between 0 and 1. A larger SSIM index indicates higher fidelity.
Equation (4) shows how SSIM is calculated:

SSIM =
(2µMµN + C1)(2σMN + C2)

(µM2 + µN2 + C1)(σM2 + σN2 + C2)
(4)

where M and N denote the network output and corresponding ground truth; µM and µN are
the mean value of M and N, respectively; σM and σN are the standard deviations of M and
N, respectively; and σMN is the covariance of M and N. C1 and C2 are constants to avoid the
denominator close to zero.
We quantified the SNRs of SIM image and CNN image by Eq. (5) [32]:

SNR =
����p − bσb

���� (5)

where p is peak signal of the FOV and b and σb are the mean value and the standard deviation of
the background, respectively. The signal-to-background ratio (SBR) was employed to quantify
the optical-sectioning abilities of different methods, which was defined by Eq. (6) [26]:

SBR =
p
b
. (6)
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3. Results

3.1. Whole-brain imaging

To validate DL-fMOST for whole-brain imaging, we reconstructed the entire dataset of test set 1
by feeding the WF raw images into the network trained with Thy1-GFP-M whole brain data in
Section 2.2. Figure 4 shows the maximum intensity projections (MIP) of three coronal sections
at equal intervals of 2 mm by SIM reconstruction and CNN prediction. There were significant
differences in neuron distribution and morphology in the whole brain. In Fig. 4(a), the neural
fibers were densely and evenly distributed, whereas in Fig. 4(b), the neuron distribution was
relatively sparse. In Fig. 4(c), we can observe remarkably different cell density in different brain
regions. The neurons were tightly spaced in the retrohippocampal region (marked by orange

Fig. 4. DL-fMOST imaging of a Thy1-GFP M line mouse brain. (a)–(c) 200-µm-thick
MIPs of different coronal sections (2 mm interval) reconstructed by SIM algorithm and CNN
prediction. Arrows at the top right corner indicate the locations of the coronal sections. The
colored lines in (c) mark two representative brain regions of remarkably different neuron
distributions. (d) Enlarged views of the white rectangles in (c). The WF image is shown for
comparison. (e) The intensity profiles on color lines of the corresponding images. Scale bar,
2 mm (100 µm for the inset).



Research Article Vol. 11, No. 7 / 1 July 2020 / Biomedical Optics Express 3574

solid lines), yet they were sparsely distributed in the primary visual area (highlighted by pink
dashed lines). Despite the complex and diverse data characteristics, our deep network performed
the optical-sectioning predictions well in different brain regions, compared with the ground
truth of the SIM reconstructions. For better illustration, enlarged views of WF, CNN, and SIM
reconstructed images of the area marked by the white rectangles are demonstrated (Fig. 4(d)).
Normalized pixel intensities along the random selected color lines in the WF, SIM and CNN
images were plotted (Fig. 4(e)). Furthermore, we analyzed and compared the SBRs of these
images. The SBR value of the WF image was 1.26. And for the SIM and CNN images, the
SBR values were 2.14 and 2.27, respectively. These results demonstrated that DL-fMOST had
comparable optical sectioning capacity as the WVT system using SIM algorithm.
To evaluate the performance of our network over the whole dataset, we randomly selected a

mosaic, took one image every 100 µm along the z direction, and quantified the distance between
their CNN outputs and the corresponding ground truths by the RMSE and SSIM. The statistical
results are shown in Fig. 5. We tested 100 images in total; all images had RMSE value below
0.025 and SSIM value above 0.85. The average RMSE value was 0.012 and the average SSIM
value was 0.92. These results demonstrate that our network performs well across the whole
dataset with different image features.

Fig. 5. Quantitative performance of DL-fMOST across the whole-brain dataset. RMSE,
root mean squared error; SSIM, structural similarity index.

The acquisition time was quantitatively compared between the original wide-field large-volume
tomography (WVT) [20] and DL-fMOST. The data acquisition time for a whole mouse brain
consisted of imaging time and sectioning time. We acquired 4 µm z stack with a 2-µm z step and
subsequently removed imaged tissue at a sectioning thickness of 4 µm. A typical dataset included
approximately 280,000 image stacks. In the WVT system, the imaging time was determined by
the switching time of the DMD, movement time of the 3D stage, axial scanning time of the PZT,
online running time of the acquisition software, and recording time of the camera. In each field
of view (FOV), three phase-shifted raw images were acquired for SIM reconstruction. Average
time for each z stack was 780 ms and total imaging time was 60 h. As a contrast, DL-fMOST
only acquired one image for each FOV and the system was simplified by the removal of the
DMD. The average time for each z stack was optimized to 262 ms, and the total imaging time
was reduced to 20 h.
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3.2. Continuous image acquisition with high resolution

To verify the integrity of the data in three dimensions (3D), we reconstructed a small volume
(400 × 400 × 400 µm) located in the thalamus in the Thy1-GFP-M mouse brain dataset (Fig. 6(a))
and generated the MIPs along three coordinate directions (Fig. 6(b), Fig. 6(c)). Two profiles on
the XZ (Fig. 6(d)) and YZ planes (Fig. 6(e)) were randomly selected and plotted to quantitatively
demonstrate the consistency between the SIM images and CNN images. Although the two
curves were not exactly identical, the slight difference was mainly reflected in fiber brightness.
The CNN prediction did not lose the signal of the neural fibers. To quantify the resolution, we
randomly selected 9 neural fibers from the MIPs of the XZ and YZ planes [indicated by red
arrows in (Fig. 6(d) and Fig. 6(e)] and measured their full widths at half maximum (FWHM).
The average FWHMs calculated from the SIM and CNN images were 3.59± 0.69 µm (n= 9)
and 3.69± 0.75 µm (n= 9) for the XZ plane, respectively. And for YZ plane, the results were
3.70± 0.71 µm (n= 9) and 3.84± 0.81 µm (n= 9), respectively. These quantitative analyses

Fig. 6. 3D imaging capability of DL-fMOST. (a) 3D reconstruction of a data block extracted
from the test set 1. (b,c) MIPs of the SIM volume and CNN volume in three coordinate
directions. The intensity profiles are plotted according to the colored dashed lines on the
xz (d) and yz (e) planes, where the red arrows indicate the local peaks of the neural fibers.
Scale bar: 100 µm.
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verified that DL-fMOST had comparable image quality as the WVT system based on SIM, which
provided a guarantee for subsequent downstream analyses.
Furthermore, we compared the data integrities of CNN output and SIM ground truth for

3D reconstruction (Fig. 7). In comparison with the SIM images (Fig. 7(a)), the CNN output
images (Fig. 7(b)) had similar contrast and resolution. We can clearly distinguish individual
axons from the dense fiber bundles, and even for weak fiber signals, the network output still
matched well with the SIM ground truth (insets in Fig. 7). We merged the SIM images with the
CNN output images to further investigate the performance of DL-fMOST (Fig. 7(c)). We found
that the difference was mainly reflected in the brightness of the edge area (indicated by white
arrows in Fig. 7). In SIM images, the signal intensities at the corner of the FOV were relatively
lower, which was caused by gaussian wide-field illumination. Our DL-fMOST leveraged batch

Fig. 7. 3D reconstruction of a GFP-labeled image stack and MIPs in the XY direction and
YZ direction using (a) SIM algorithm and (b) CNN. (c) Merged image of (a) and (b), the
mapped areas are shown in yellow. The white arrows indicate that the signal in the corner of
the FOV will be enhanced by CNN. The insets show the magnifications of the areas marked
with white solid lines. The image block is selected from the same whole-brain dataset as in
Fig. 4. Scale bar, 100 µm (20 µm in the inset).
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normalization technique [39] in the training phase, which potentially normalized the brightness
of captured images, resulting in a more uniform light field in the reconstructed images. Thus, the
weak signals at the corner of the FOV were easier to distinguish.

3.3. SNR enhancement and artifact removal

To evaluate noise reduction and SNR improvement benefiting from deep learning in our method,
we compared the noise levels of a pair of SIM and CNN reconstructed images from test set
1, as shown in Fig. 8. There was strong background noise on the SIM-reconstructed image
(Fig. 8(a)). The background was cleaner in the CNN-reconstructed image (Fig. 8(b)). The
SNRs of SIM- and CNN-reconstructed images were 9.30 and 62.03, respectively. This benefits
from the noise rejection of deep learning. Because the noise is random and unpredictable, the
network learns to output the average of all plausible explanations for minimizing the overall loss
between the network output and the true target. The main noise in the raw images, such as white
Gaussian noise and Poisson noise, are zero-mean, so the network learns to output the clean image.
Our finding was consistent with Lehtinen et al. [45]. In SIM imaging, imperfect illumination
modulation may cause the appearance of stripe artifacts. Additionally, the modulation is sample
dependent and spatially varying [46]. Therefore, we can observe the residual stripe artifacts
in some areas of the sample. By leveraging deep learning to directly predict optical-sectioned
images from WF input, such artifacts can be effectively reduced.

Fig. 8. SNR improvement and artifacts elimination in DL-fMOST. (a) SIM-reconstructed
image and (b) CNN-reconstructed image. Both images had been given the same contrast
stretch to improve the display. Scale bar, 100 µm (20 µm in the inset)

3.4. Applicability of DL-fMOST

To test the applicability of DL-fMOST to different types of neuronal morphology and distributions,
we reconstructed four whole-brain datasets (test set 2-5) with various fluorescence-labeled neuron
types using the SIM algorithm and CNN prediction. We directly used the Thy1-GFP-M trained
model for inference without retraining or transfer learning. Figure 9 shows the typical coronal
section near the injection site based on CNN reconstruction of each dataset. There are significant
characteristic differences in the neuron morphology and distribution patterns among the four
samples. The predictions of the CNN network still enables accurate reconstruction of both the
cell body morphology and axon projections. The enlarged views of the white rectangles in Fig. 9
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further show the precise match between CNN output images and corresponding SIM ground-truth
images. We further quantified the reconstruction performance of DL-fMOST compared with the
SIM images. The average SSIM and RMSE were 0.9044 and 0.0166, respectively. Our results
showed the robustness of DL-fMOST in the various sample types and changes of acquisition
parameters.

3.5. Soma localization

To validate the capability of our method to support cell identification in 3D, we performed and
compared stereological cell locating and counting on the test set 2. We randomly selected 10
data blocks of 200 × 200 × 200 µm near the injection site and used NeuroGPS software [47]
to automatically count the soma. Figure 10(a) and Fig. 10(b) show the representative volume
reconstructed by SIM algorithm and CNN, respectively. 51 soma centers were automatically
identified in SIM data (indicated by the red dots), and 53 in CNN data. There were three missed
soma centers in the SIM block, and they were accurately identified in the CNN block (indicated by
the blue arrows). The green arrow points to the soma accurately identified in the SIM block that
were missed in the CNN block. Two background signals were mistakenly identified in the SIM
block and one in CNN block (indicated by the orange arrows). In both data blocks, one cell body
near the bounding box was not detected (indicated by the purple arrows). In order to validate
the accuracy of the results, we compared the counting results with the manual identification
and calculated the precision rate and recall rate, as shown in Fig. 10(c) and Fig. 10(d). Average
precision and recall rate were 96.3%± 1.6% (n= 10) and 94.6%± 2.4% (n= 10) for CNN data,
and 96.2%± 1.1% (n= 10) and 92.8%± 2.7% (n= 10) for SIM data. The counting accuracy of
CNN data was slightly higher than that of SIM data. This benefits from that the higher SNR of
the CNN output images, which is more conducive to the separation of foreground and background
signals.

3.6. Single neuron reconstruction

To further demonstrate the high-resolution, high-contrast, and continuous 3D imaging capacities
of DL-fMOST, we performed single-neuron morphology reconstruction on the CNN output image
stack and the corresponding SIM ground-truth image stack from the test set 3. A data volume (500
× 600 × 1000 µm) located in the neocortex was extracted for validation as shown in Fig. 11(a).
Figure 11(b) and Fig. 11(c) show the 200-µm-thick MIPs of the SIM data block and CNN data
block, which indicate the target neurons. We employed a semi-automated pipeline for fast and
accurate morphology reconstruction. Specifically, a coarse tracing result was automatically done
by the NeuroGPS-Tree algorithm [48]. Next, the human annotators inspected the neuronal tree
and corrected the wrong connections as well as completed the missing branches. The fiber
tracing experiment was double-blinded to ensure unbiased analysis by two skilled annotators. The
semi-automated tracing results are shown in Fig. 11(d). The neuron morphology reconstructed
from the DL-fMOST generated image stack and SIM ground-truth image stack were almost the
same. Using SIM reconstruction results as the gold standard, the recall and precision rates for
CNN reconstructed block were 99.27% and 99.12%, respectively. In addition, we derived the
total lengths and branch numbers from the tracing results of the SIM and CNN reconstruction.
The total lengths of the neural fibers were 16.03 mm and 16.02 mm. Both the SIM and CNN
reconstruction had the same branch numbers, which were 81. These results demonstrated the
DL-fMOST had comparable performance in single neuron reconstruction as the WVT technology
based on SIM imaging.
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Fig. 9. Imaging mouse brains of different labeling targets. (a)–(d) Typical coronal MIPs of
four mouse brains (test set 2-5) with different projection patterns reconstructed by the same
Thy1-GFP-M trained CNN. The MIP thicknesses are 200 µm. Scale bar, 2 mm (100 µm for
the inset).
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Fig. 10. Quantitative cell counting comparison. Automatically locating soma centers in the
(a) SIM data and (b) CNN data using NeuroGPS algorithm (red dots). Blue arrows indicate
cell bodies that were not correctly identified in the SIM block, but accurately identified
in the CNN block. The green arrow marks the opposite of the blue arrows. Erroneous
identifications are indicated by orange arrows. All missed somas in both data blocks are
marked by purple arrows. (c) Precision and (d) recall rates for both SIM and CNN image
stacks.
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Fig. 11. Neuron morphological reconstruction comparison. (a) 500 µm MIPs of the
image stack along the Z direction. (b)-(c) 200 µm MIPs derived from the SIM and CNN
reconstruction. (d) Semi-automated tracing results based on (b, c). Scale bar, 100 µm.

4. Discussion and conclusion

Here, we present DL-fMOST, a novel deep-learning–based whole-brain imaging method, high-
throughput and high-resolution. An important feature of our method is the use of a CNN to
implement real-time optical sectioning, which greatly reduces the complexity of the imaging
system and improves stability and acquisition speed. We only need to build the simplest wide-field
fluorescence microscope, coupled with the sectioning module, to achieve whole-brain mapping
at a voxel size of 0.32 × 0.32 × 2 µm in 1.5 d. Another benefit brought by deep learning is the
capacity to suppress noise and remove artifacts, which means we can directly use the raw data
without cumbersome post-processing.

Recently, some laboratories have developed some solutions to significantly shorten the whole-
brain imaging time to several hours [21,22]. These methods use low magnification objectives
with compromised 3D resolutions to quickly acquire cell distribution throughout the brains.
However, their imaging qualities were not good enough to distinguish individual neural fibers and
reconstruct neuronal morphology. Our DL-fMOST method generates high-quality whole brain
dataset at a submicron voxel size and enables counting of cell distribution and tracing neuronal
morphology. Currently, the imaging throughput of this system is limited by the frame rate of
the camera. With an objective of larger FOV and a detector of larger chip size, the acquisition
speed will be further improved in the future. In addition, deep learning can not only realize
optical sectioning, but also be expected to combine with subsequent data analysis functions such
as cell counting and fiber tracing to realize online data acquisition and analysis in the future.
DL-fMOST generalizes well to various types of the neurons without retraining. However, we
also need to note that current deep learning methods generally have poor performance of test
data outside of distribution [24]. Therefore, DL-fMOST needs to be used after retraining when it
is used for structures with very different anatomical characteristics, such as cytoarchitecture and
vascular network. In the future, the neural network may be further upgraded and optimized to
construct a universal network for various types of structural features.

In summary, DL-fMOST has the potential to facilitate exploration of neuron populations and
neural circuits at single-axon resolution, providing new tools for understanding cell types and
connectivity across the brain.
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